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Abstract
Background: We have previously described an approach to predicting the substrate specificity of
serine-threonine protein kinases. The method, named Predikin, identifies key conserved substrate-
determining residues in the kinase catalytic domain that contact the substrate in the region of the
phosphorylation site and so determine the sequence surrounding the phosphorylation site.
Predikin was implemented originally as a web application written in Javascript.
Results: Here, we describe a new version of Predikin, completely revised and rewritten as a
modular framework that provides multiple enhancements compared with the original. Predikin
now consists of two components: (i) PredikinDB, a database of phosphorylation sites that links
substrates to kinase sequences and (ii) a Perl module, which provides methods to classify protein
kinases, reliably identify substrate-determining residues, generate scoring matrices and score
putative phosphorylation sites in query sequences. The performance of Predikin as measured using
receiver operator characteristic (ROC) graph analysis equals or surpasses that of existing
comparable methods. The Predikin website has been redesigned to incorporate the new features.
Conclusion: New features in Predikin include the use of SQL queries to PredikinDB to generate
predictions, scoring of predictions, more reliable identification of substrate-determining residues
and putative phosphorylation sites, extended options to handle protein kinase and substrate data
and an improved web interface. The new features significantly enhance the ability of Predikin to
analyse protein kinases and their substrates. Predikin is available at http://predikin.biosci.uq.edu.au.
Background
The post-translational modification of proteins by phos-
phorylation of serine, threonine or tyrosine residues is a
ubiquitous process in cellular regulation. Protein kinases,
the enzymes responsible for protein phosphorylation,
make up almost 2% of protein-encoding genes in the
human genome [1] and an estimated 30–50% of human
proteins are phosphorylated [2]. Protein kinases and their
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substrates regulate essentially all cellular processes
through complex regulatory networks, in which phospho-
rylated proteins act as switches that tune the response of
the cell to environmental stimuli. Defects in these net-
works result in a variety of disease states making protein
kinases important targets for drug design [3].
In general, a protein kinase acts on a discrete set of sub-
strates to ensure that signalling fidelity is maintained.
How a particular protein kinase recognises its substrate
protein(s) is therefore a key question. Two major factors
determine the formation of a protein kinase-substrate
complex [4]. The first, termed substrate recruitment,
encompasses any process that increases the effective con-
centration of the protein kinase substrate. This can be
brought about by mechanisms including colocalisation of
protein kinase and substrate to a subcellular compartment
[5] or complex formation mediated through binding sites
either on the protein kinase [6] or a scaffolding protein
[7]. The second factor, termed peptide specificity,
describes the interaction between amino acid residues in
the catalytic domain of the protein kinase and the sub-
strate residues that surround the phosphorylated residue.
Crystal structures of protein kinases with bound substrate
peptides show that substrate residues at positions -3 to +3
relative to the phosphorylated serine, threonine or tyro-
sine residue adopt an extended conformation and bind to
a pocket in the catalytic domain of the protein kinase [8].
The heptapeptide sequence from -3 to +3 that best binds
to the pocket is determined by the physicochemical
nature of the residues in the catalytic domain that line the
pocket and contact the substrate.
The relative contribution of substrate recruitment and
peptide specificity to protein kinase substrate specificity
varies between protein kinases. However, it is recognised
that for many protein kinase families, particularly those
that phosphorylate Ser/Thr residues, peptide specificity is
the major factor that determines substrate specificity. The
prediction of peptide specificity is therefore the basis for
most of the available computational methods aimed at
predicting substrates of protein kinases. A notable excep-
tion, NetworKIN [9], uses both peptide specificity and
contextual information to predict phosphorylation net-
works. Other currently-available prediction tools include
KinasePhos [10], GPS [11], DISPHOS [12], pkaPS [13],
PredPhospho [14], Scansite [15], PPSP [16] and NetPhos
[17] (reviewed in [8]). These tools mine data from phos-
phorylation site databases, principally the phospho.ELM
database [18] and employ methods that include profile
hidden Markov models (KinasePhos), neural networks
(NetPhos) and support vector machines (PredPhospho)
to identify potential phosphorylation sites according to
protein kinase family. The availability of data that links
protein kinases with their substrates is a limiting factor in
developing tools for substrate prediction. Furthermore,
different tools use different names for protein kinase fam-
ilies. The lack of recognised standards for identifying pro-
tein kinases or describing their substrate interactions is an
obstacle to mining data from disparate sources.
We have described a method, named Predikin, to predict
protein kinase peptide specificity [19]. Predikin identifies
the key residues in the protein kinase catalytic domain,
termed substrate-determining residues (SDRs), which
determine the sequence of the substrate heptapeptide.
This method can be applied to any protein kinase
sequence for which SDRs can be identified. We have suc-
cessfully used Predikin to provide insight into signal
transduction pathways [19,20]. It has also been used to
predict phosphorylation sites, of which a number have
been confirmed experimentally, in a range of biological
systems [21-30]. Predikin was originally written in Javas-
cript and made available as a web application with limited
functionality. Here, we describe a new implementation of
Predikin with enhanced features for the analysis of pro-
tein kinases and their substrates. We also introduce Predi-
kinDB, an database of phosphorylation sites derived by
semi-automated mining of UniProt. PredikinDB is a use-
ful standalone resource and is also used in Predikin to
generate specificity rules and prediction scores.
Implementation
Predikin consists of two components that work together:
a database of phosphorylation sites, in which the
sequences of protein kinase catalytic domains and their
substrates are linked and a Perl module, which queries the
database to generate substrate predictions based on the
features of a query kinase.
The PredikinDB database
To predict phosphorylation sites in a query kinase, a data-
set of substrates and their associated kinases is required.
We constructed PredikinDB, a custom database of phos-
phorylation sites derived from UniProt records using
BioPerl-based parsers. The construction of PredikinDB is
outlined in Figure 1, using a UniProt entry for a sequence
from mouse as an example protein kinase substrate (Fig-
ure 1a, panel (a)).
PredikinDB was constructed using protein kinase and
substrate records from the UniProt database. Protein
kinase sequences were obtained in Swissprot format from
the EBI SRS server using the search term
"Dbxref_:IPR000719", corresponding to the InterPro sig-
nature of the protein kinase catalytic domain. Each file
was parsed to extract the name, accession number, ID,
gene synonyms and organism. Functions provided by the
Predikin.pm Perl module (see next section) were used to
extract the sequence of the catalytic domain(s), assign theBMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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kinase type, KSD family and PANTHER family and iden-
tify substrate-determining residues. These data were
imported into a MySQL table.
Protein kinase substrate sequences were obtained in
Swissprot format from the EBI SRS server using the search
term "Keywords:phosphorylation". Each file was parsed
to extract the substrate accession number, ID and organ-
ism. MOD_RES lines were parsed to extract the phospho-
rylated residue (phosphoserine, phosphothreonine or
phosphotyrosine), its position, annotation confidence
(certain, by similarity, probable or potential) and where
present, names of the kinases acting at the phosphoryla-
tion site. The key feature of PredikinDB is the automated
assignment of specific kinase sequences to their substrates
(Figure 1a, panel (c)). This is achieved by comparing
kinase names in the substrate UniProt MOD_RES line
(e.g. "By GCN2") to kinase gene names and synonyms for
kinase UniProt records from the same species (Figure 1a,
panel (b)). The parsed data were then imported into two
MySQL tables, one describing substrate proteins and the
other describing phosphorylation sites. Figure 1b illus-
trates the links between tables in PredikinDB that describe
kinases, substrates and phosphorylation sites. Table 1
summarises the current contents of PredikinDB and the
number of phosphorylation sites that could be linked
with a kinase sequence using this approach.
Phosphorylation sites in PredikinDB were also annotated
according to whether they are present in phospho.ELM
[18], a manually-curated database of experimentally-vali-
dated phosphorylation sites. This enables users to specify
that only high-quality, validated sites be used in kinase
substrate prediction, with the trade-off that fewer sites will
be available. Of the phosphorylation sites in PredikinDB
that are present in phospho.ELM, approximately 98% are
annotated in UniProt as "experimental" or "by similarity",
which indicates that the UniProt procedure for annota-
tion of phosphorylation sites is reliable.
The scripts used to build PredikinDB allow it to be
updated automatically; predictions made using Predikin
should therefore improve incrementally over time as
more phosphorylation sites and their protein kinases are
annotated in UniProt. PredikinDB also provides a
resource of paired kinase-substrate sequences for further
investigation of protein kinase substrate specificity.
The Predikin Perl module
The Predikin.pm Perl module was written to provide com-
mon methods for kinase sequence analysis and substrate
prediction. The module makes extensive use of the BioPerl
library [31]. Six methods are provided for the analysis of
protein kinase sequences and their substrates: (i) classifi-
cation of protein kinase type as a serine-threonine, CMGC
(cyclin-dependent, MAP-, glycogen synthase kinase 3 and
Design and construction of the PredikinDB database Figure 1
Design and construction of the PredikinDB database. (a) Illustration showing how a UniProt entry is parsed to link pro-
tein kinase sequences (names in bold) with phosphorylation sites. (b) PredikinDB table schema showing links between fields. 
Field headers in italics are primary keys. Abbreviations in parentheses indicate the UniProt line from which the field was 
derived. For clarity, 38 fields containing key protein kinase residues used in substrate prediction are summarised as one field.
Table 1: Summary of current holdings in the PredikinDB 
database
Statistic Ser/Thr kinases Tyr kinases
Unique substrates 17,960 5,193
Unique substrates linked to a kinase sequence 707 459
Phosphorylation sites 55,044 8,100
Sites linked to a kinase sequence 1,448 887
Unique kinase sequences linked to a 
phosphorylation site
398 393BMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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CK2-related kinases) or tyrosine kinase; (ii) classification
into a Kinase Sequence Database (KSD; [32]) family; (iii)
classification into a PANTHER database [33] family; (iv)
location of substrate-determining residues in protein
kinase catalytic domains; (v) extraction of putative phos-
phorylation sites from substrate sequences and (vi) scor-
ing of phosphorylation sites using weight matrices. The
implementation of Predikin in Perl provides three signifi-
cant advantages compared with the original Predikin
release: (i) a new approach to locate SDRs, (ii) methods to
score phosphorylation sites and (iii) new data input
options and filters; these methods are described in the fol-
lowing subsections.
Classification of kinase type and family
The catalytic domains of protein kinase sequences were
classified by type, Kinase Sequence Database (KSD) fam-
ily [32] and PANTHER family [33]. Protein kinase type
(serine-threonine, CMGC or tyrosine kinase) was
assigned by comparing query sequence with the Perl regu-
lar expressions:
Ser/Thr [LIVMFYC].{1} [HY].{1}D [LIVMFY]K.{2}N
[LIVMFYCT]{3}
CMGC (YR|YK|FK) [ASPG] [PLIVS] [DER] [VIL]
Tyr [LIVMFYC] [^A] [HY].D [LIVMFY] [RSTAC] [^D].N
[LIVMFYC]{3}
HMMs for KSD families were not available at the KSD
website and so had to be built. Protein kinase sequences
for each KSD family were retrieved in fasta format from
the non-redundant protein database. The HMMER pro-
gram hmmalign was used to generate alignments of the
protein kinase catalytic domain using the Pkinase HMM
profile from the Pfam database [34]. Each alignment was
then used to build a HMM for the KSD family using
hmmbuild and hmmcalibrate. The KSD family HMMs
were used to search the query kinase sequence using
hmmpfam, the output parsed and the best scoring KSD
family assigned to the query.
PANTHER classification was performed using the pan-
therScore perl script (available at the PANTHER website)
and the PANTHER library (version 6.1). The output of
pantherScore was parsed and the best scoring PANTHER
family was assigned to the query kinase sequence.
Identification of substrate determining residues
The identification of substrate-determining residues in the
protein kinase catalytic domain by inspection of crystal
structures has been described previously [19]. To locate
these key residues in a query sequence, the HMMER pro-
gram hmmsearch was used to align the sequence with the
S_TKc HMM (SMART database accession number
SM00220) [35]. The alignment was processed using the
BioPerl Bio::AlignIO module to extract the position of the
key motifs GXG, AMK, GEL, PEN, DFG and APE, from
which the location and identity of each SDR was calcu-
lated. The use of HMM alignments locates substrate-deter-
mining residues accurately and reliably in a far wider
range of protein kinase sequences than the previous
approach, which used javascript string and pattern match-
ing functions.
New substrate scoring methods
Previously, Predikin used a set of conditional rules of the
form "if SDR = X then peptide residue = Y" to make sub-
strate predictions. Predictions consisted of regular expres-
sions describing possible combinations of amino acid
residues in the predicted substrate peptide. These could
then be used to search for sequences using tools such as
ScanSite [15] or ScanProsite [36]. Amino acid frequencies
at positions -3 to +3 in the substrate peptide were not cal-
culated and scanning of user-defined substrate sequences
was not straightforward.
Predikin now scores phosphorylation sites using matrices
generated by constructing SQL queries to PredikinDB
(Figure 2). Three methods of matrix generation are used.
Using the SDR method, the SQL query selects substrates
from PredikinDB with kinases of the same type as the
query kinase, where the SDRs for positions -3 to +3 are
similar to those of the query kinase (Figure 3). SDRs are
considered similar if substitution using the BLOSUM62
matrix [37] gives a positive score. For example if SDR
GEL+3, which determines position -3 in the substrate pep-
tide is Ile, substrates are selected from PredikinDB where
GEL+3 in the associated protein kinase sequences is any of
Ile/Leu/Val/Met. The results returned by each query are
used to calculate amino acid frequencies and weights (see
below). As the SDR method assumes that the SDRs and
each of their associated -3 to +3 positions are independ-
ent, each row of the SDR scoring matrix is calculated inde-
pendently; i.e. N, the number of sequences used, differs
for each row.
Using the KSD or PANTHER scoring methods, the SQL
query selects substrates with kinases of the same type as
the query kinase and of the same KSD/PANTHER family.
Aligned substrate heptapeptide sequences is then used to
calculate the amino acid frequency matrix at positions -3
to +3.
Frequency matrices are converted to position weight
matrices using the equation:






= 2 (1)BMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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The background frequency of residue a, p(a), is estimated
as its frequency in all PredikinDB substrate sequences for
each kinase type (serine-threonine, CMGC or tyrosine
kinase). The frequency of a residue at position i in the sub-
strate, p(a,i), is estimated using pseudocounts by adding
/20 to the raw frequency f(a,i) and dividing by N +
 (N = number of sequences used to calculate the fre-
quency). This correction is not performed using the SDR
score method if N = 0.
Predikin predictions are based on the observation that
protein kinases with similar catalytic domains, in terms of
either specific substrate-determining residues (SDR
method) or overall similarity (KSD/PANTHER family)
exhibit similar peptide specificity. The three alternative
scoring methods increase the likelihood that a reliable
scoring matrix can be obtained and predictions made for
the majority of query kinases.
Scoring of phosphorylation sites
The Predikin module scores phosphorylation sites by
locating all instances of the pattern X3 [STY]X3 in query
sequences, applying the scoring matrix defined by the user
(SDR, KSD or PANTHER) and converting the score to a
relative value between 0–100. Potential phosphorylation
sites can also be extracted from a file of input sequences
(e.g. proteins from a complete genome) and stored in a
database table for retrieval and scoring. Two filters are
available to improve Predikin predictions (Table 2). Anal-
ysis of 23,209 phosphorylation sites annotated as "exper-
imental" in PredikinDB revealed that more than 90% of
sites are predicted as "disordered" by at least one of the
criteria defined by DisEMBL [38] (DSSP loop/coil, hot
loop or Protein Data Bank remark465) and only 0.1% are
part of a transmembrane region as predicted by TMHMM
[39]. These analyses therefore provide additional infor-
mation that identifies likely phosphorylation sites and
increases prediction accuracy. Both filters and the option
of a cutoff score are available to users at the Predikin web-
site.
Perl scripts that use the Predikin.pm module accept sev-
eral command-line options which alter scoring matrix cal-
culation and scoring of substrate sites. The main options
are: (i) – disembl; score only sites predicted to be disor-
N
N
Construction of substrate scoring matrices using SQL queries to the PredikinDB database Figure 2
Construction of substrate scoring matrices using SQL queries to the PredikinDB database. Schematic showing 
how sequence features from a query protein kinase are used to query PredikinDB and generate Predikin scoring matrices.BMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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dered using DisEMBL, (ii) – tmhmm; ignore sites pre-
dicted as transmembrane using TMHMM, (iii) – cutoff;
specify a cutoff score, (iv) – first; output scores for only the
first (kinase) sequence in a fasta file; (v) – noauto; do not
output autophosphorylated site scores, (vi) – nokinase;
do not output scores if substrate is a kinase, (vii) – noself;
do not include sites of query kinase in matrix calculation
and (viii) – distinct; perform homology reduction by
using only non-redundant heptapeptides in matrix calcu-
lation.
The Predikin web interface
A new implementation of the Predikin website is available
(see Availability for URL). The website was built using the
Joomla open-source content management system (CMS)
[40], which allows easy implementation of features such
as user registration, documentation and custom forms
development [41]. As the CMS is written in PHP, a PHP
Perl extension [42] was employed to allow communica-
tion between the website and functions in the
Predikin.pm Perl module.
Location of substrate-determining residues in protein kinase A using HMM alignment Figure 3
Location of substrate-determining residues in protein kinase A using HMM alignment. The profile HMM S_TKc 
from the SMART database was aligned to rat PKA (UniProt accession P27791) using the HMMER program hmmsearch. The 6 
motifs used to locate SDRs are shown in bold. SDRs are underlined. The KE loop, used to determine the SDRs for the sub-
strate +2 position is italicised. SDRs used in substrate prediction for Ser/Thr-kinases are summarised under the alignment. 
Position refers to the number of residues N- or C-terminal to the substrate phosphorylation site. SDRs that determine the +2 
position depend on KE loop length as follows: length 12–17 = AMK+10, AMK+11, AMK+12; length 18–20 = AMK+12, 
AMK+13, AMK+14; length < 12 or > 20 = E-7, E-6, E-5.BMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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At the Predikin website, users can submit a query protein
kinase sequence in fasta format. They are presented with
an analysis of the kinase catalytic domain(s) and scoring
matrices for each of the SDR, KSD and PANTHER meth-
ods. Putative substrate sequences can then be submitted
for scoring. The results for a session are stored in tempo-
rary database tables that can be exported as tab-delimited
text, allowing users to build up a dataset of many sub-
strates for each kinase. Other features of the website
include tools to explore the PredikinDB database, links to
related resources, extensive documentation and discus-
sion forums.
Results and Discussion
Evaluation of Predikin predictions
The performance of Predikin was evaluated using receiver
operator characteristic (ROC) analysis [43], implemented
in the R [44] Epi package [45]. Phosphorylation sites in
the PredikinDB database that were (i) linked to a kinase
sequence and (ii) annotated as "experimental" or "by sim-
ilarity" (2,064 sites) were obtained using a MySQL select
query and the order of the returned rows was randomised.
A cross-validation procedure was devised whereby the
sites were divided successively ten times into a test set,
containing 10% of the sites and a "training set" available
to build scoring matrices, containing the remaining 90%
of the sites. In addition, phosphorylation sites linked to a
kinase sequence in the training set were not used to build
matrices if the same kinase sequence was linked to sites
present in the test set (by specifying the Predikin.pm –
noself option).
For each kinase-substrate pair in the test set, Predikin SDR,
KSD and PANTHER scores were calculated for all X3
[STY]X3 sites in the substrate, using homology reduction
when building the scoring matrices. The sites were
labelled as 1 (positive, an annotated site in the test set) or
0 (negative, an unannotated site) and duplicate sites
(same kinase, heptapeptide, score and label) were
removed. The procedure generated a set of ten files (from
each test/training set combination), containing scored
and labelled sites for each of the three scoring methods
(SDR, KSD or PANTHER) and for each kinase type (serine-
threonine, CMGC or tyrosine kinase). Each set of ten files
was used as input to the ROC() method of the R Epi pack-
age and the mean AUC (area under curve) was calculated.
The Epi package was also used to obtain the optimal cut-
off score which maximized sensitivity; true positives/(true
positives + false negatives) and specificity; true negatives/
(true negatives + false positives) for each run, from which
the mean sensitivity and specificity were calculated (Table
3).
Table 3: Area under ROC curve (AUC), sensitivity (Sn) and specificity (Sp) values for Predikin and five comparable methods
Ser/Thr CMGC Tyr
Method AUC Sn % Sp % AUC Sn % Sp % AUC Sn % Sp %
SDR1,2 0.86 (0.04) 75.5 (9.2) 86.6 (7.2) 0.93 (0.02) 89.4 (2.9) 91.3 (2.1) n/a n/a n/a
KSD2 0.86 (0.05) 73.7 (10.1) 90.0 (9.3) 0.88 (0.02) 83.8 (3.5) 94.1 (1.1) 0.76 (0.07) 73.0 (13.3) 79.7 (17.9)
PANTHER2 0.88 (0.04) 74.6 (5.0) 94.2 (1.8) 0.91 (0.03) 85.5 (6.4) 93.4 (2.1) 0.66 (0.09) 61.0 (5.5) 79.9 (13.8)
GPS 0.83 76.0 87.2 0.94 97.8 89.8 0.72 56.0 88.2
KinasePhos 0.78 52.9 92.5 0.95 90.8 86.6 0.89 80.0 85.1
NetPhosK 0.90 86.3 78.8 0.57 16.8 95.4 0.68 60.0 71.4
PPSP 0.92 92.2 83.6 0.95 97.8 89.5 0.81 60.0 98.1
Scansite 0.95 86.3 93.3 0.94 94.6 87.8 0.70 64.0 93.2
1SDR method not applicable to Tyr kinases
2AUC, sensitivity and specificity values are the mean and standard deviation (in parentheses) of 10 cross-validation tests
Table 2: DisEMBL and TMHMM predictions for phosphorylation sites in the PredikinDB database
Residue Phosphorylation sites1 Disordered (%)2 TM helix (%)3
S 17,575 16,596 (94.4) 6 (0.03)
T 3,705 3,371 (91.0) 6 (0.16)
Y 1 929 1,410 (73.1) 5 (0.26)
Total 23,209 21,377 (92.1) 17 (0.07)
1Number of phosphoresidues annotated "experimental"
2Number and percentage of phosphoresidues predicted as disordered using at least one DisEMBL method
3Number and percentage of phosphoresidues predicted as TM helix using TMHMMBMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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Predikin was compared to five commonly-used web-
based tools that predict phosphorylation sites (NetPhosK,
KinasePhos, GPS, PPSP and Scansite). First, the kinase
families common to each method and the PANTHER
accession for each family were identified (see additional
file 1). Substrates of kinases with the appropriate PAN-
THER accession were obtained from the PredikinDB data-
base. This procedure identified 40, 109 and 19 substrates
of 27, 14 and 6 serine-threonine, CMGC and tyrosine
kinases, respectively, for input to the five web servers.
The other tools cannot be run locally and do not offer
convenient programmatic web access. Therefore, a Perl
script was written using the Perl HTML::Form module, to
submit substrate sequences to each web server, parse the
output and obtain phosphorylation site scores for the cor-
responding kinase family. Where the option to set cutoff
scores was available, the minimum value was chosen to
return as many scored X3 [STY]X3 sites as possible. The
output from each method was parsed to obtain sites that
were scored by all five methods and the sites were labelled
as 1 (known site in PredikinDB) or 0 (unknown site).
Duplicate sites (same kinase, heptapeptide, score and
label) were removed. The final output from the procedure
was a set of five files (one for each method), for each of
the three kinase types (serine-threonine, CMGC and tyro-
sine kinase), containing scores and labels for each X3
[STY]X3 site. Each file was then used as input to the ROC()
function of the R Epi library. Existing methods cannot be
fully evaluated (as training data are unavailable); there-
fore single AUC, sensitivity and specificity values are
reported for these methods (Table 3).
The performance of each method varied according to
kinase type, ranging from AUC values of 0.95 (Scansite,
serine-threonine kinases; KinasePhos and PPSP, CMGC
kinases) to 0.57 (NetPhosK, CMGC kinases). Mean AUC
values for the Predikin methods span a similar range
(0.66–0.93). Predikin performed particularly well in iden-
tifying known phosphorylation sites of CMGC kinase sub-
strates. Predikin could therefore be said to be comparable
or better than existing methods, depending on kinase
type. However, comparison of Predikin with other meth-
ods is difficult and of limited value. This is principally
because of the different methodology employed. Whereas
Predikin calculates scoring models "on the fly" based on
kinase sequence, other tools use pre-calculated models for
a limited set of kinase families. The main strength of
Predikin lies in its ability to score phosphorylation sites
based on features of the query kinase sequence, without
preclassification into kinase family.
AUC values for tyrosine kinase substrates were consist-
ently lower than those for substrates of serine-threonine
and CMGC kinases for all methods under comparison.
The limited number of tyrosine kinase structures with a
bound substrate in the PDB has so far precluded reliable
identification of SDRs in tyrosine kinases. The binding
mode of substrate peptides to tyrosine kinases is also
known to differ somewhat from that of serine-threonine
kinases [46]. Our comparative analysis suggests that the
sequence and structure of the catalytic domain in tyrosine
kinases is a less effective, but still useful predictor of pep-
tide binding specificity than that of serine-threonine and
CMGC kinases.
Predikin scores are therefore good discriminators of true
phosphorylation sites. However, the effective use of
Predikin requires some interpretation on the part of the
user. In the following sections, we illustrate two common
usage scenarios for Predikin.
Best substrate for a kinase
To predict the best substrate for a kinase, a user submits
one kinase sequence and several putative substrate
sequences. Predikin output sorted by score indicates
which substrates are the most likely targets of the protein
kinase. An example is provided by the protein kinase
CLA4, a PAK/STE20 kinase from S. cerevisiae. 163 putative
targets for CLA4 have been identified using a genetic
screen (Brenda Andrews, personal communication) and
we have applied Predikin to these data to predict the best
substrates for CLA4. Interestingly, the site with the equal-
highest Predikin score for CLA4 was Thr727 located in the
activation loop of CLA4 itself (Table 4). This residue is not
annotated as autophosphorylated in UniProt. However,
autophosphorylation of threonine residues in the activa-
tion loop has been described for other PAK/STE20 kinases
[47-49]. Our Predikin prediction and literature evidence
strongly suggest that yeast CLA4 undergoes autophospho-
rylation.
Best kinase for a substrate
The addition of a scoring scheme to Predikin allows the
prediction of the best kinase for a substrate. In this case,
the user submits one substrate sequence and several puta-
tive kinase sequences. Sorting the Predikin output by
score and optionally by phosphorylation site position
indicates the kinase most likely to act at each site in the
substrate. To demonstrate this approach we examined the
RNA polymerase II large subunit Rpb1 (UniProt accession
number P36594) from the fission yeast Schizosaccharomy-
ces pombe. The C-terminal domain of Rpb1 contains mul-
tiple tandem heptad repeats with the consensus sequence
SPTSPSY and is extensively phosphorylated during tran-
scription [50]. We extracted 99 putative protein kinases
from the genome sequence of S. pombe and used Predikin
to score potential phosphorylation sites in Rpb1 for each
protein kinase. Rbp1 contained 10 pairs of repeats that
exactly matched the SPTSPSY sequence. Seven proteinBMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
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kinases with high scores for SPTSPSY sites were identified
(Table 4). The second ranked protein kinase Lsk1 (RefSeq
accession number NP_594393) has recently been experi-
mentally verified as the physiological partner of Rpb1
[51]. All of the high-scoring protein kinases are CMGC
kinases of the CDK/MAPK family and could plausibly
substitute for one another. Predikin also generated higher
scores for heptapeptide SPTSPSY, centred on Ser4, than
for heptapeptides centred on Ser1, Thr3 or Ser6 (data not
shown). This is in agreement with the observation that the
central Ser residue in the SPTSPSY motif phosphorylates
most readily [50].
Conclusion
The revised Predikin code contains numerous enhance-
ments and new features compared with the original
implementation. Predikin now features (i) a comprehen-
sive, continuously-updated database linking protein
kinases with phosphorylation sites; (ii) an SQL query-
based system that generates amino acid frequency matri-
ces for substrate peptides "on the fly", replacing the old
heuristic Predikin rules; (iii) prediction scores based on
SDRs or protein kinase family; (iv) improved prediction
reliability through the use of profile HMMs to locate SDRs
and filters to screen putative phosphorylation sites and
(v) an improved web interface. The new features provide
a range of user applications such as predicting the best
substrates for a protein kinase, the best protein kinases for
a substrate and the prediction of protein kinase-substrate
interactions in large datasets such as genome sequences.
Predikin remains, to our knowledge, the only system that
predicts protein kinase peptide specificity for uncharacter-
ised protein kinases from sequence alone.
Availability and requirements
￿ Project name: Predikin
￿ Project home page: http://predikin.biosci.uq.edu.au
￿ Operating system: Platform-independent
￿ Programming language: Perl, PHP
￿ Other requirements: web browser. Instructions for stan-
dalone use available on request; the Predikin.pm module
is heavily customized for local use and requires numerous
accessory packages
￿ License: code available on request; Creative Commons
3.0 license
￿ Any restrictions to use by non-academics: licence
required for commercial use; available at the Predikin
website
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Table 4: Predikin scores for two usage cases
Substrates for S. cerevisiae kinase CLA41 Kinases for S. pombe Rpb1 SPTSPSY2
Substrate Position Heptapeptide Score Kinase Score
CLA4 727 KRATMVG 92.93 NP_592843 86.62
YOL113W 541 KRATMVG 92.93 NP_594393 84.73
YHL021C 129 KGSSFVS 91.87 NP_595739 81.60
YKR010C 527 KRNSITE 91.70 NP_595616 81.60
YNL049C 526 RATSFFG 90.14 NP_595629 81.60
YDL056W 477 KRKSTTP 88.70 NP_587921 81.60
YOL157C 527 KLFSFTK 88.25 NP_596349 81.60
YBR198C 157 RAYSMLK 87.71 NP_595795 68.41
1Top 8 Predikin scores (SDR method) from a set of 163 putative substrates for protein kinase CLA4 (UniProt accession P48562) from S. cerevisiae
2Top 8 Predikin scores (KSD method) for kinases at SPTSPSY repeats in substrate Rpb1 (UniProt accession P36594) from S. pombeBMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
Page 10 of 11
(page number not for citation purposes)
Additional material
Acknowledgements
We thank Brenda Andrews for providing test data. This work was funded 
by the Australian Research Council (ARC Federation Fellowship 
FF0561371; to BK) and National Health and Medical Research Council 
(Medical Bioinformatics, Genomics and Proteomics Program 395522; to 
BEK and BK). BK and BEK are ARC Federation Fellows and NHMRC Hon-
orary Research Fellows.
References
1. Johnson SA, Hunter T: Kinomics: methods for deciphering the
kinome.  Nat Methods 2005, 2:17-25.
2. Pinna LA, Ruzzene M: How do protein kinases recognize their
substrates?  Biochim Biophys Acta 1996, 1314(3):191-225.
3. Noble MEM, Endicott JA, Johnson LN: Protein kinase inhibitors:
insights into drug design from structure.  Science 2004,
303(5665):1800-5.
4. Zhu G, Liu Y, Shaw S: Protein kinase specificity. A strategic col-
laboration between kinase peptide specificity and substrate
recruitment.  Cell Cycle 2005, 4:52-6.
5. Tsui J, Inagaki M, Schulman H: Calcium/calmodulin-dependent
protein kinase II (CamKII) localization acts in concert with
substrate targeting to create spatial restriction for phospho-
rylation.  J Biol Chem 2005, 280(10):9210-9216.
6. Reményi A, Good MC, Lim WA: Docking interactions in protein
kinase and phosphatase networks.  Curr Opin Struct Biol 2006,
16(6):676-685.
7. Sillibourne JE, Milne DM, Takahashi M, Ono Y, Meek DW: Centro-
somal anchoring of the protein kinase CK1 delta mediated
by attachment to the large, coiled-coil scaffolding protein
CG-NAP/AKAP450.  J Mol Biol 2002, 322(4):785-797.
8. Kobe B, Kampmann T, Forwood JK, Listwan P, Brinkworth RI: Sub-
strate specificity of protein kinases and computational pre-
diction of substrates.  Biochim Biophys Acta 2005, 1754(1–2):200-9.
9. Linding R, Jensen LJ, Ostheimer GJ, van Vugt MATM, Jørgensen C,
Miron IM, Diella F, Colwill K, Taylor L, Elder K, Metalnikov P, Nguyen
V, Pasculescu A, Jin J, Park JG, Samson LD, Woodgett JR, Russell RB,
Bork P, Yaffe MB, Pawson T: Systematic discovery of in vivo
phosphorylation networks.  Cell 2007, 129:1415-26.
10. Huang HD, Lee TY, Tzeng SW, Horng JT: KinasePhos: a web tool
for identifying protein kinase-specific phosphorylation sites.
Nucleic Acids Res 2005:W226-9.
11. Xue Y, Zhou F, Zhu M, Ahmed K, Chen G, Yao X: GPS: a compre-
hensive WWW server for phosphorylation sites prediction.
Nucleic Acids Res 2005:W184-W187.
12. Iakoucheva LM, Radivojac P, Brown CJ, O'Connor TR, Sikes JG, Obra-
dovic Z, Dunker AK: The importance of intrinsic disorder for
protein phosphorylation.  Nucleic Acids Res 2004,
32(3):1037-1049.
13. Neuberger G, Schneider G, Eisenhaber F: pkaPS: prediction of
protein kinase A phosphorylation sites with the simplified
kinase-substrate binding model.  Biol Direct 2007, 2:1.
14. Kim JH, Lee J, Oh B, Kimm K, Koh I: Prediction of phosphoryla-
tion sites using SVMs.  Bioinformatics 2004, 20(17):3179-84.
15. Obenauer JC, Cantley LC, Yaffe MB: Scansite 2.0: proteome-wide
prediction of cell signaling interactions using short sequence
motifs.  Nucleic Acids Res 2003, 31(13):3635-41.
16. Xue Y, Li A, Wang L, Feng H, Yao X: PPSP: prediction of PK-spe-
cific phosphorylation site with Bayesian decision theory.
BMC Bioinformatics 2006, 7:163.
17. Blom N, Gammeltoft S, Brunak S: Sequence and structure-based
prediction of eukaryotic protein phosphorylation sites.  J Mol
Biol 1999, 294(5):1351-1362.
18. Diella F, Cameron S, Gemüund C, Linding R, Via A, Kuster B, Sicher-
itz-Pontén T, Blom N, Gibson TJ: Phospho.ELM: a database of
experimentally verified phosphorylation sites in eukaryotic
proteins.  BMC Bioinformatics 2004, 5:79.
19. Brinkworth RI, Breinl RA, Kobe B: Structural basis and predic-
tion of substrate specificity in protein serine/threonine
kinases.  Proc Natl Acad Sci USA 2003, 100:74-79.
20. Brinkworth RI, Munn AL, Kobe B: Protein kinases associated
with the yeast phosphoproteome.  BMC Bioinformatics 2006,
7:47.
21. Dinudom A, Fotia AB, Lefkowitz RJ, Young JA, Kumar S, Cook DI:
The kinase GRK2 regulates Nedd4/Nedd4-2-dependent con-
trol of epithelial Na+ channels.  Proc Natl Acad Sci USA 2004,
101(32):11886-90.
22. Kelner A, Pekala I, Kaczanowski S, Muszynska G, Hardie DG,
Dobrowolska G: Biochemical characterization of the tobacco
42-kD protein kinase activated by osmotic stress.  Plant Physiol
2004, 136(2):3255-65.
23. Court NW, Kuo I, Quigley O, Bogoyevitch MA: Phosphorylation of
the mitochondrial protein Sab by stress-activated protein
kinase 3.  Biochem Biophys Res Comm 2004, 319:130-7.
24. Arthur JW, Sanchez-Perez A, Cook DI: Scoring of predicted
GRK2 phosphorylation sites in Nedd4-2.  Bioinformatics 2006,
22(18):2192-5.
25. Kobayashi Y, Murata M, Minami H, Yamamoto S, Kagaya Y, Hobo T,
Yamamoto A, Hattori T: Abscisic acid-activated SNRK2 protein
kinases function in the gene-regulation pathway of ABA sig-
nal transduction by phosphorylating ABA response element-
binding factors.  Plant J 2005, 44(6):939-49.
26. McGargill MA, Sharp LL, Bui JD, Hedrick SM, Calbo S: Active Ca2+/
calmodulin-dependent protein kinase II gamma B impairs
positive selection of T cells by modulating TCR signaling.  J
Immunol 2005, 175(2):656-64.
27. Guo Z, Tang W, Yuan J, Chen X, Wan B, Gu X, Luo K, Wang Y, Yu
L: Brsk2 is activated by cyclic AMP-dependent protein kinase
A through phosphorylation at Thr260.  Biochem Biophys Res
Comm 2006, 347(4):867-71.
28. Hao W, Takano T, Guillemette J, Papillon J, Ren G, Cybulsky AV:
Induction of apoptosis by the Ste20-like kinase SLK, a germi-
nal center kinase that activates apoptosis signal-regulating
kinase and p38.  J Biol Chem 2006, 281(6):3075-84.
29. de Graaf K, Hekerman P, Spelten O, Herrmann A, Packman LC, Büs-
sow K, Müller-Newen G, Becker W: Characterization of cyclin
L2, a novel cyclin with an arginine/serine-rich domain: phos-
phorylation by DYRK1A and colocalization with splicing fac-
tors.  J Biol Chem 2004, 279(6):4612-24.
30. Bogoyevitch MA, Kobe B: Uses for JNK: the many and varied
substrates of the c-Jun N-terminal kinases.  Microbiol Mol Biol
Rev 2006, 70(4):1061-95.
31. Stajich JE, Block D, Boulez K, Brenner SE, Chervitz SA, Dagdigian C,
Fuellen G, Gilbert JGR, Korf I, Lapp H, Lehväslaiho H, Matsalla C,
Mungall CJ, Osborne BI, Pocock MR, Schattner P, Senger M, Stein LD,
Stupka E, Wilkinson MD, Birney E: The Bioperl toolkit: perl mod-
ules for the life sciences.  Genome Res 2002, 12(10):1611-8.
32. Buzko O, Shokat K: A kinase sequence database: sequence
alignments and family assignment.  Bioinformatics 2002,
18(9):1274-1275.
33. Mi H, Lazareva-Ulitsky B, Loo R, Kejariwal A, Vandergriff J, Rabkin S,
Guo N, Muruganujan A, Doremieux O, Campbell MJ, Kitano H, Tho-
mas PD: The PANTHER database of protein families, sub-
families, functions and pathways.  Nucleic Acids Res
2005:D284-D288.
34. Finn RD, Mistry J, Schuster-Böckler B, Griffiths-Jones S, Hollich V,
Lassmann T, Moxon S, Marshall M, Khanna A, Durbin R, Eddy SR, Son-
nhammer ELL, Bateman A: Pfam: clans, web tools and services.
Nucleic Acids Res 2006:D247-51.
35. Letunic I, Copley RR, Pils B, Pinkert S, Schultz J, Bork P: SMART 5:
domains in the context of genomes and networks.  Nucleic
Acids Res 2006:D257-60.
Additional file 1
(Table 5) – kinase families common to NetPhosK, KinasePhos, GPS, 
PPSP, Scansite and linked to known phosphorylation sites in PredikinDB. 
Kinase names listed are as defined by each program.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2105-9-245-S1.pdf]Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Bioinformatics 2008, 9:245 http://www.biomedcentral.com/1471-2105/9/245
Page 11 of 11
(page number not for citation purposes)
36. de Castro E, Sigrist CJA, Gattiker A, Bulliard V, Langendijk-Genevaux
PS, Gasteiger E, Bairoch A, Hulo N: ScanProsite: detection of
PROSITE signature matches and prorule-associated func-
tional and structural residues in proteins.  Nucleic Acids Res
2006:W362-5.
37. Henikoff S, Henikoff JG: Amino acid substitution matrices from
protein blocks.  Proc Natl Acad Sci USA 1992, 89(22):10915-9.
38. Linding R, Jensen LJ, Diella F, Bork P, Gibson TJ, Russell RB: Protein
disorder prediction: implications for structural proteomics.
Structure 2003, 11(11):1453-9.
39. Krogh A, Larsson B, von Heijne G, Sonnhammer EL: Predicting
transmembrane protein topology with a hidden Markov
model: application to complete genomes.  J Mol Biol 2001,
305(3):567-80.
40. Joomla content management system   [http://www.joomla.org]
41. Facileforms for Mambo and Joomla   [http://www.facile
forms.biz]
42. Pecl php perl extension   [http://pecl.php.net/package/perl]
43. Fawcett T: ROC graphs: Notes and practical considerations
for data mining researchers.  Tech rep, HP Laboratories Palo Alto
2003.
44. R Development Core Team: R: A Language and Environment for Statis-
tical Computing 2007 [http://www.R-project.org]. R Foundation for
Statistical Computing, Vienna, Austria
45. Epi package for epidemiological analysis in R   [http://staff.pub
health.ku.dk/~bxc/Epi/]
46. Krupa A, Preethi G, Srinivasan N: Structural modes of stabiliza-
tion of permissive phosphorylation sites in protein kinases:
distinct strategies in Ser/Thr and Tyr kinases.  J Mol Biol 2004,
339(5):1025-39.
47. Lei M, Robinson MA, Harrison SC: The active conformation of
the PAK1 kinase domain.  Structure 2005, 13(5):769-778.
48. Lim J, Lennard A, Sheppard PW, Kellie S: Identification of residues
which regulate activity of the STE20-related kinase hMINK.
Biochem Biophys Res Comm 2003, 300(3):694-698.
49. Pirruccello M, Sondermann H, Pelton JG, Pellicena P, Hoelz A,
Chernoff J, Wemmer DE, Kuriyan J: A Dimeric Kinase Assembly
Underlying Autophosphorylation in the p21 Activated
Kinases.  J Mol Biol 2006, 361(2):312-326.
50. Jones JC, Phatnani HP, Haystead TA, MacDonald JA, Alam SM, Green-
leaf AL: C-terminal repeat domain kinase I phosphorylates
Ser2 and Ser5 of RNA polymerase II C-terminal domain
repeats.  J Biol Chem 2004, 279(24):24957-24964.
51. Karagiannis J, Balasubramanian MK: A cyclin-dependent kinase
that promotes cytokinesis through modulating phosphoryla-
tion of the carboxy terminal domain of the RNA Pol II Rpb1p
sub-unit.  PLoS ONE 2007, 2:e433.